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<140> US 09/574,735 
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<160> 48 



<170> PatentIn version 3.0 



<210> 1 

<211> 932 

<212> DNA 

<213> Arabidopsis thaliana 



<220> 
<221> 
<222> 



CDS 

(86) . . (712) 



<400> 1 

ggcacgagga 

ctggaaggtg 



gaaccaca 
acgtcgta 



aa cacgcacaca ta 
gg agatt atg gcg 
Met Ala 
1 



gat 


gtg 


gtt 


gaa 


gag 


aat 


Asp 


Val 


Val 


Glu 


Glu 


Asn 


10 










15 


aag 


atg 


gag 


gag 


gaa 


gtg 


Lys 


Met 


Glu 


Glu 


Glu 


Val 










30 




ccg 


tgt 


gta 


cag 


gcg 


acg 


Pro 


Cys 


Val 


Gin 


Ala 


Thr 








45 






gca 


gga 


gcg 


teg 


gag 


acg 


Ala 


Gly 


Ala 


Ser 


Glu 


Thr 






60 








cct 


ccg 


gtt 


gaa 


gaa 


cag 


Pro 


Pro 


Val 


Glu 


Glu 


Gin 




75 










teg 


tgt 


tgt 


tct 


aca 


teg 


Ser 


Cys 


Cys 


Ser 


Thr 


Ser 


90 










95 


gta 


gat 


ctt 


gag 


gaa 


aat 


Val 


Asp 


Leu 


Glu 


Glu 


Asn 










110 





aat 
Asn 

agt 
Ser 

tgt 

Cys 

80 

gaa 

Glu 



cgc ggt 
Arg Gly 

50 
gtt gtt 
Val Val 
65 

caa ate 
Gin lie 



acgagtga 
gcg gtt 
Ala Val 

acg acg 
Thr Thr 

20 
gaa tct 
Glu Ser 
35 

gga att 
Gly lie 

ata gta 
lie Val 

gaa gaa 
Glu Glu 



ttttagagag 
agg aga aga 
Arg Arg Arg 
5 

acg gtg aaa 
Thr Val Lys 

agg ata att 
Arg lie lie 

gtg gcg aga 
Val Ala Arg 
55 



agatagagat 
gaa cga 
Glu Arg 

cga agg 
Arg Arg 

25 
ctg tct 
Leu Ser 
40 

aat tea 
Asn Ser 



aaa 


teg 


aaa 


Lys 


Ser 


Lys 






100 


gae 


gat 


cgt 


Asp 


Asp 


Arg 




115 





gaa aca gaa 
Glu Thr Glu 



105 
acg teg 
Thr Ser 
120 



60 
112 



160 



208 



256 



cga 


egg 


cga 


gat 


tct 


304 


Arg 


Arg 


Arg 


Asp 


Ser 






70 










gaa 


gat 


teg 


teg 


gtt 


352 


Glu 


Asp 


Ser 


Ser 


Val 




85 












egg 


aga 


ate 


gaa 


ttt 


400 


Arg 


Arg 


He 


Glu 


Phe 





448 
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tgg att tac gat gat ttg aat aag 
Trp lie Tyr Asp Asp Leu Asn Lys 
125 

tct tct teg gtg get gtt gaa gat 
Ser Ser Ser Val Ala Val Glu Asp 
140 145 
aag agt etc eat gag acg gtg aag 
Lys Ser Leu His Glu Thr Val Lys 

155 160 
cag gtg geg gag aaa gat ett egg 
Gin Val Ala Glu Lys Asp Leu Arg 
170 175 
aag tat aac ttc gat tte gag aaa 
Lys Tyr Asn Phe Asp Phe Glu Lys 
190 

tac gag tgg gtt aaa ttg aat oca 
Tyr Glu Trp Val Lys Leu Asn Pro 
205 

ttgttttcac caaagtactt attattttt 
tttaacaaaa tccaaatgta gatatettt 
ttttgtttgt acttccttga ggtaattaa 
ataagtttat 



agt gag 
Ser Glu 
130 

gta gag 
Val Glu 

gaa get 
Glu Ala 

aat aag 
Asn Lys 

gat gag 
Asp Glu 
195 
tgaagaag 



gaa teg atg 
Glu Ser Met 



tct 
Ser 

gag 
Glu 



egc cgc 
Arg Arg 
150 
tta gaa 
Leu Glu 
165 

ttg gaa 
Leu Glu 



aac atg gat 
Asn Met Asp 
135 

agg tta agg 
Arg Leu Arg 

gat ttt ttt 
Asp Phe Phe 



ttg ttg gaa tgt tct atg 
Leu Leu Glu Cys Ser Met 
180 185 
cea ett ggt gga gga aga 
Pro Leu Gly Gly Gly Arg 
200 

ac gatgatgata atgatgatca 



c ttctgtaata atctttgctt tgatttttct 
e tctcgaataa teaataaeat gtaattcaac 
t tagattcgtg tttttctcga ttaataaact 



496 



544 



592 



640 



688 



742 



802 
8 62 
922 
932 



<210> 2 

<211> 209 

<212> PRT 

<213> Arabidopsis thaliana 



<400> 2 



Met 


Ala 


Ala 


Val 


Arg 


Arg 


Arg 


Glu 


Arg 


Asp 


Val 


Val 


Glu 


Glu 


Asn 


Gly 


1 








5 










10 










15 




Val 


Thr 


Thr 


Thr 


Thr 


Val 


Lys 


Arg 


Arg 


Lys 


Met 


Glu 


Glu 


Glu 


Val 


Asp 








20 










25 










30 






Leu 


Val 


Glu 


Ser 


Arg 


He 


He 


Leu 


Ser 


Pro 


Cys 


Val 


Gin 


Ala 


Thr 


Asn 






35 










40 










45 








Arg 


Gly 


Gly 


He 


Val 


Ala 


Arg 


Asn 


Ser 


Ala 


Gly 


Ala 


Ser 


Glu 


Thr 


Ser 




50 










55 










60 










Val 


Val 


He 


Val 


Arg 


Arg 


Arg 


Asp 


Ser 


Pro 


Pro 


Val 


Glu 


Glu 


Gin 


Cys 


65 










70 










75 










80 


Gin 


He 


Glu 


Glu 


Glu 


Asp 


Ser 


Ser 


Val 


Ser 


Cys 


Cys 


Ser 


Thr 


Ser 


Glu 










85 










90 










95 




Glu 


Lys 


Ser 


Lys 


Arg 


Arg 


He 


Glu 


Phe 


Val 


Asp 


Leu 


Glu 


Glu 


Asn 


Asn 








100 










105 










110 






Gly 


Asp 


Asp 


Arg 


Glu 


Thr 


Glu 


Thr 


Ser 


Trp 


He 


Tyr 


Asp 


Asp 


Leu 


Asn 






115 










120 










125 








Lys 


Ser 


Glu 


Glu 


Ser 


Met 


Asn 


Met 


Asp 


Ser 


Ser 


Ser 


Val 


Ala 


Val 


Glu 




130 










135 










140 










Asp 


Val 


Glu 


Ser 


Arg 


Arg 


Arg 


Leu 


Arg 


Lys 


Ser 


Leu 


His 


Glu 


Thr 


Val 


145 










150 










155 










160 


Lys 


Glu 


Ala 


Glu 


Leu 


Glu 


Asp 


Phe 


Phe 


Gin 


Val 


Ala 


Glu 


Lys 


Asp 


Leu 










165 










170 










175 




Arg 


Asn 


Lys 


Leu 


Leu 


Glu 


Cys 


Ser 


Met 


Lys 


Tyr 


Asn 


Phe 


Asp 


Phe 


Glu 








180 










185 










190 






Lys 


Asp 


Glu 


Pro 


Leu 


Gly 


Gly 


Gly 


Arg 


Tyr 


Glu 


Trp 


Val 


Lys 


Leu 


Asn 



195 200 205 



Pro 
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<210> 3 

<211> 875 

<212> DNA 

<213> Arabidopsis thaliana 
<220> 

<221> CDS 

<222> (11) . . (658) 



<400> 3 

ggcacgagag aaa tea aag ata act ggc gat ate age gte atg gaa gtc 49 
Lys Ser Lys lie Thr Gly Asp lie Ser Val Met Glu Val 
1 5 10 

tet aaa gea aca get cca agt cca ggt gtt ega aec aga gee get aaa 97 
Ser Lys Ala Thr Ala Pro Ser Pro Gly Val Arg Thr Arg Ala Ala Lys 

15 20 25 

ace eta gee ttg aag egg ett aat tee tee gee get gat tea get eta 145 
Thr Leu Ala Leu Lys Arg Leu Asn Ser Ser Ala Ala Asp Ser Ala Leu 
30 ' 35 40 45 

eet aae gae tet tet tge tat ett eag etc cgt age cgc cgt etc gag 193 
Pro Asn Asp Ser Ser Cys Tyr Leu Gin Leu Arg Ser Arg Arg Leu Glu 

50 55 60 

aaa ece tet teg etg att gaa ceg aaa cag ccg ceg aga gtt eac aga 241 
Lys Pro Ser Ser Leu lie Glu Pro Lys Gin Pro Pro Arg Val His Arg 

65 70 75 

teg gga att aaa gag tet ggt tec agg tet ege gtt gac teg gtt aac 289 
Ser Gly lie Lys Glu Ser Gly Ser Arg Ser Arg Val Asp Ser Val Asn 

80 85 90 

teg gtt eet gta get cag age tet aat gaa gat gaa tgt ttt gac aat 337 
Ser Val Pro Val Ala Gin Ser Ser Asn Glu Asp Glu Cys Phe Asp Asn 

95 100 105 

ttc gtg agt gtc caa gtt tet tgt ggt gaa aac agt etc ggt, ttt gaa 385 
Phe Val Ser Val Gin Val Ser Cys Gly Glu Asn Ser Leu Gly Phe Glu 
110 115 120 125 

tea aga eac age aca agg gag age acg eet tgt aac ttt gtt gag gat 433 
Ser Arg His Ser Thr Arg Glu Ser Thr Pro Cys Asn Phe Val Glu Asp 

130 135 140 

atg gag ate atg gtt aca cca ggg tet age acg agg teg atg tgc aga 481 
Met Glu lie Met Val Thr Pro Gly Ser Ser Thr Arg Ser Met Cys Arg 

145 150 155 

gea ace aaa gag tac aca agg gaa caa gat aac gtg ate ccg ace act 529 
Ala Thr Lys Glu Tyr Thr Arg Glu Gin Asp Asn Val lie Pro Thr Thr 

160 165 170 

agt gaa atg gag gag ttc ttt gea tat gea gag cag cag caa cag agg 577 
Ser Glu Met Glu Glu Phe Phe Ala Tyr Ala Glu Gin Gin Gin Gin Arg 

175 180 185 

eta ttc atg gag aag tac aae ttc gac att gtg aat gat ate ccc etc 625 
Leu Phe Met Glu Lys Tyr Asn Phe Asp lie Val Asn Asp lie Pro Leu 
190 195 200 205 

age gga cgt tac gaa tgg gtg caa gtc aaa cca tgaagttcaa aaggaaacag 678 
Ser Gly Arg Tyr Glu Trp Val Gin . Val Lys Pro 

210 215 
ctecaaaaga eatggtgtga agttagagaa tgtgatggag ttaacagact aaccaaacat 738 
cagaaatcgt gtaatcttaa gtaataatgt ggttagagaa caagtttgag agtagcttag 798 
ggaccttaaa acctcacace atttgtaata ctaatcttet teagatgett agtgaaattt 858 
tctcatctgt ttctttc 875 



-4- 



<210> 4 
.<211> 222 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 4 

Met Gly Lys Tyr Met Lys Lys Ser Lys lie Thr Gly Asp lie Ser Val 

15 10 15 

Met Glu Val Ser Lys Ala Thr Ala Pro Ser Pro Gly Val Arg Thr Arg 

20 25 30 

Ala Ala Lys Thr Leu Ala Leu Lys Arg Leu Asn Ser Ser Ala Ala Asp 

35 40 45 

Ser Ala Leu Pro Asn Asp Ser Ser Cys Tyr Leu Gin Leu Arg Ser Arg 

50 55 60 

Arg Leu Glu Lys Pro Ser Ser Leu lie Glu Pro Lys Gin Pro Pro Arg 
65 70 75 80 

Val His Arg Ser Gly lie Lys Glu Ser Gly Ser Arg Ser Arg Val Asp 

85 90 95 

Ser Val Asn Ser Val Pro Val Ala Gin Ser Ser Asn Glu Asp Glu Cys 

100 105 110 

Phe Asp Asn Phe Val Ser Val Gin Val Ser Cys Gly Glu Asn Ser Leu 

115 120 125 

Gly Phe Glu Ser Arg His Ser Thr Arg Glu Ser Thr Pro Cys Asn Phe 

130 135 140 

Val Glu Asp Met Glu lie Met Val Thr Pro Gly Ser Ser Thr Arg Ser 
145 150 155 160 

Met Cys Arg Ala Thr Lys Glu Tyr Thr Arg Glu Gin Asp Asn Val lie 

165 170 175 

Pro Thr Thr Ser Glu Met Glu Glu Phe Phe Ala Tyr Ala Glu Gin Gin 

180 185 190 

Gin Gin Arg Leu Phe Met Glu Lys Tyr Asn Phe Asp lie Val Asn Asp 

195 200 205 

lie Pro Leu Ser Gly Arg Tyr Glu Trp Val Gin Val Lys Pro 
210 215 220 



<210> 5 

<211> 1193 

<212> DNA 

<213> Arabidopsis thaliana 

<220> 

<221> CDS 

<222> (92) . . (763) 

<400> 5 

aaaccactct tcaaatcaaa cactttctta cataagattc ctctgttttt ctgtgtgctt 60 
cttcaaattc ttcccctgtt tttcaacttc a atg ggg aag tac atg aag aaa 112 

Met Gly Lys Tyr Met Lys Lys 

1 5 

etc aaa tec aaa tea gaa tet cet tea cec aat tea aca cea aca cea 160 
Leu Lys Ser Lys Ser Glu Ser Pro Ser Pro Asn Ser Thr Pro Thr Pro 

10 15 20 

tea cea tea cea tea cea aca cea ate ace ace aat tea cea cea cea 208 
Ser Pro Ser Pro Ser Pro Thr Pro lie Thr Thr Asn Ser Pro Pro Pro 

25 30 35 

aca aca eee aat tee tet gat ggt gtt ega act cgt get aga acc eta 256 
Thr Thr Pro Asn Ser Ser Asp Gly Val Arg Thr Arg Ala Arg Thr Leu 
40 45 50 55 

get ttg gag aat tee aae aat cag aat cag aat ctt tet gtt tet tet 304 
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Ala Leu Glu Asn Ser Asn Asn Gin Asn Gin Asn Leu Ser Val Ser Ser 

60 65 70 

gat tct tac ctt cag ctg agg aac cgt cgc ctt aag aga ccc eta att 
Asp Ser Tyr Leu Gin Leu Arg Asn Arg Arg Leu Lys Arg Pro Leu He 

75 80 85 

agg caa cat tec get aag agg aat aag ggg cat gat gga aac cet aaa 
Arg Gin His Ser Ala Lys Arg Asn Lys Gly His Asp Gly Asn Pro Lys 

90 95 100 

tec cea att ggg gat tea att get gaa gag aaa act gtt cag aag agt 
Ser Pro He Gly Asp Ser He Ala Glu Glu Lys Thr Val Gin Lys Ser 

105 110 115 

cet gag cct gaa aat get gaa ttc aag gag aat get gag gat act gag 
Pro Glu Pro Glu Asn Ala Glu Phe Lys Glu Asn Ala Glu Asp Thr Glu 
120 125 130 135 

aga age get agg gaa act aca ccc gtc cat ttg ata atg cga gca gac 
Arg Ser Ala Arg Glu Thr Thr Pro Val His Leu He Met Arg Ala Asp 

140 145 150 

gtt etc agg cct cet agg cea att ace agg cgt act ttt cea act gaa 
Val Leu Arg Pro Pro Arg Pro He Thr Arg Arg Thr Phe Pro Thr Glu 

155 160 165 

get aat ccc aaa acg gag cag cea act ate cea att tea cgc gaa ttt 
Ala Asn Pro Lys Thr Glu Gin Pro Thr He Pro He Ser Arg Glu Phe 

170 175 180 

gag gaa ttc tgt get aaa eat gaa gee gag cag caa agg gag ttc atg 
Glu Glu Phe Cys Ala Lys His Glu Ala Glu Gin Gin Arg Glu Phe Met 

185 190 195 

gag aag tac aac ttt gat cct gtg aca gag cag cea etc cea ggg cgt 
Glu Lys Tyr Asn Phe Asp Pro Val Thr Glu Gin Pro Leu Pro Gly Arg 
200 205 210 215 

tac gaa tgg gaa aaa gtg teg ccc tag aaggcagget agtattaagt 
Tyr Glu Trp Glu Lys Val Ser Pro 
220 

gttccatcaa tacatettta aagtagcage agggttagaa tttgttgaaa agggtggtgg 
tgctatttec attttccate actttetatt tacttgtaaa gaaagtagga ctttcaaeat 
atgtagaeta atgatctgta actttaeaga ggtgttgatt acacaacaat aeaaagtect 
ttgtctagea gateattaaa gaagggtttg agggaataag ggtctetagt tgtagggttt 
agggtataaa ateaaagtag ggtatgtaag agaggtttta caagaattte cttttgttct 
tgtgttttac tettgttttg tetatacttg taeteatgga actteaaeaa aetcttaaga 
aataaagaac cagatctcce teaaaaaaaa aaaaaaaaaa aaaaaaaaaa 



352 



400 



448 



496 



544 



592 



640 



688 



736 



783 



843 
903 
963 
1023 
1083 
1143 
1193 



<210> 6 

<211> 223 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 6 



Met 


Gly 


Lys 


Tyr 


Met 


Lys 


Lys 


Leu 


Lys 


Ser 


Lys 


Se.r 


Glu 


Ser 


Pro 


Ser 


1 








5 










id 










15 




Pro 


Asn 


Ser 


Thr 
20 


Pro 


Thr 


Pro 


Ser 


Pro 
25 


Ser 


Pro 


Ser 


Pro 


Thr 
30 


Pro 


He 


Thr 


Thr 


Asn 
35 


Ser 


Pro 


Pro 


Pro 


Thr 
40 


Thr 


Pro 


Asn 


Ser 


Ser 
45 


Asp 


Gly 


Val 


Arg 


Thr 

50 


Arg 


Ala 


Arg 


Thr 


Leu 
55 


Ala 


Leu 


Glu 


Asn 


Ser 
60 


Asn 


Asn 


Gin 


Asn 


Gin 


Asn 


Leu 


Ser 


Val 


Ser 


Ser 


Asp 


Ser 


Tyr 


Leu 


Gin 


Leu 


Arg 


Asn 


Arg 


65 










70 










75 










80 


Arg 


Leu 


Lys 


Arg 


Pro 
85 


Leu 


He 


Arg 


Gin 


His 
90 


Ser 


Ala 


Lys 


Arg 


Asn 
95 


Lys 


Gly 


His 


Asp 


Gly 
100 


Asn 


Pro 


Lys 


Ser 


Pro 
105 


He 


Gly 


Asp 


Ser 


He 
110 


Ala 


Glu 
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Glu 


Lys 


Thr 


Val 


Gin 


Lys 


Ser 


Pro 


Glu 


Pro 


Glu 


Asn 


Ala 


Glu 


Phe 


Lys 






115 










120 










125 








Glu 


Asn 


Ala 


Glu 


Asp 


Thr 


Glu 


Arg 


Ser 


Ala 


Arg 


Glu 


Thr 


Thr 


Pro 


Val 




130 










135 










140 










His 


Leu 


He 


Met 


Arg 


Ala 


Asp 


Val 


Leu 


Arg 


Pro 


Pro 


Arg 


Pro 


He 


Thr 


145 










150 










155 










160 


Arg 


Arg 


Thr 


Phe 


Pro 


Thr 


Glu 


Ala 


Asn 


Pro 


Lys 


Thr 


Glu 


Gin 


Pro 


Thr 










165 










170 










175 




lie 


Pro 


He 


Ser 


Arg 


Glu 


Phe 


Glu 


Glu 


Phe 


Cys 


Ala 


Lys 


His 


Glu 


Ala 








180 










185 










190 






Glu 


Gin 


Gin 


Arg 


Glu 


Phe 


Met 


Glu 


Lys 


Tyr 


Asn 


Phe 


Asp 


Pro 


Val 


Thr 






195 










200 










205 








Glu 


Gin 


Pro 


Leu 


Pro 


Gly Arg 


Tyr 


Glu 


Trp 


Glu 


Lys 


Val 


Ser 


Pro 






210 










215 










220 











<210> 7 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 7 

cgagatctga attcatggat cagta 25 



<210> 8 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 8 

cgagatctga attcctaagg catgcc 26 



<210> 9 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 



<400> 9 

gggaatccat gggcggcggt taggagaag 



29 
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<210> 10 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 10 

ggcggatccc gtcttcttca tggattc 27 



<210> 11 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 11 

ggcgaatcca tggaagtctc taaagcaac 29 

<210> 12 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 12 

ggcggatcct tttgaacttc atggtttgac 30 



<210> 13 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 



<400> 13 

cggctcgagg agaaccacaa acacgc 



26 
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<210> 14 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 14 

cgaaactagt taattacctc aaggaag 27 



<210> 15 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 15 

gatcccgggc gatatcagcg tcatgg 26 



<210> 16 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 16 

gatcccgggt tagtctgtta actcc 25 



<210> 17 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 



<400> 17 

gcagctacgg agccggagaa ttgt 



24 



-9- 



<210> 18 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 18 

tctccttctc gaaatcgaaa ttgtact 27 



<210> 19 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 19 

cggctcgagg agaaccacaa acacgc 26 



<210> 20 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 20 

cgaaactagt taattacctc aaggaag 27 

<210> 21 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 



<400> 21 

gatcccgggc gatatcagcg tcatgg 



26 



- 10- 



<210> 22 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 22 

gatcccgggt tagtctgtta actcc 25 



<210> 23 
<211> 69 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 23 

cccgctcgag atggtgagaa aatatagaaa agctaaagga tttgtagaag ctggagtttc 60 
gtcaacgta 69 



<210> 24 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 24 

ggactagttc actctaactt tacccattcg 30 



<210> 25 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 25 

gatcatctta agcatcatcg tcttcttcat gg 32 



<210> 26 
<211> 19 
<212> DNA 

<213> Artificial Sequence 



- 11 - 



<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 26 

taggagcata tggcggcgg 19 



<210> 27 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 27 

atatcagcgc catggaagtc 20 



<210> 28 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 28 

ggagctggat ccttttggaa ttcatgg 27 



<210> 29 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 29 

taggagcata tggcggcgg 19 



<210> 30 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 



<400> 30 

atcatcgaat tcttcatgga ttc 



23 



- 12- 



<210> 31 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 31 

atatcagcgc catggaagtc 20 



<210> 32 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 32 

ggagctggat ccttttggaa ttcatgg 27 



<210> 33 
<211> 11 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> UNSURE 
<222> (5) 

<223> Xaa at postiion 5 may be Asp or Glu 
<220> 

<221> UNSURE 
<222> (6) . . (8) 

<223> Xaa at any of positions 6, 7 or 8 may be any amino 
acid 

<400> 33 

Val Arg Arg Arg Xaa Xaa Xaa Xaa Val Glu Glu 
1 5 10 



<210> 34 
<211> 8 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> UNSURE 
<222> (2) . . (3) 

<223> Xaa at positions 2 and 3 may be any amino acid 
<400> 34 

Phe Xaa Xaa Lys Tyr Asn Phe Asp 
1 5 



- 13 - 



<210> 35 
<211> 8 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> UNSURE 
<222> (1) 

<223> Xaa at position 1 may be Pro or Leu 
<220> 

<221> UNSURE 
<222> (3) 

<223> Xaa at position 3 may be any amino acid 
<400> 35 

Xaa Leu Xaa Gly Arg Tyr Glu Trp 
1 5 



<210> 36 
<211> 10 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> UNSURE 
<222> (2) 

<223> Xaa at position 2 may be any amino acid 
<220> 

<221> UNSURE 
<222> (4) 

<223> Xaa at position 4 may be Asp or Glu 
<220> 

<221> UNSURE 
<222> (7) . . (9) 

<223> Xaa at positions 7, 8 or 9 may be any amino acid 
<400> 36 

Glu Xaa Glu Xaa Phe Phe Xaa Xaa Xaa Glu 
15 10 



<210> 37 
<211> 8 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> UNSURE 
<222> (2) 

<223> Xaa at position 2 may be any amino acid 
<400> 37 

Tyr Xaa Gin Leu Arg Ser Arg Arg 
1 5 



- 14- 



<210> 38 
<211> 9 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> UNSURE 
<222> (5) 

<223> Xaa at position 5 may be Met or lie 
<220> 

<221> UNSURE 
<222> (6) 

<223> Xaa at position 6 may be Lys or Arg 
<220> 

<221> UNSURE 
<222> (8) 

<223> Xaa at position 8 may be any amino acid 
<220> 

<221> UNSURE 
<222> (9) 

<223> Xaa at position 9 may be Lys or Arg 
<400> 38 

Met Gly Lys Tyr Xaa Xaa Lys Xaa Xaa 
1 5 



<210> 39 
<211> 8 
<212> PRT 

<213> Arabidopsis thaliana 
<220> 

<221> UNSURE 
<222> (2) 

<223> Xaa at position 2 may be any amino acid 
<400> 39 

Ser Xaa Gly Val Arg Thr Arg Ala 
1 5 



<210> 40 

<211> 327 

<212> PRT 

<213> Arabidopsis thaliana 



<400> 40 

Met Gly Lys Tyr 

1 

Ala Gly Gly Gly 
20 

Leu Met Asp Val 
35 

Thr Arg Ala Lys 
50 



lie Arg Lys Ser 
5 

Gly Gly Gly Gly 

Val Ser Pro Ser 
40 

Ser Leu Ala Leu 
55 



Lys lie Asp Gly 
10 

Gly Gly Gly Glu 
25 

Ser Ser Ser Ser 

Gin Gin Gin Gin 
60 



Ala Gly Ala Gly 
15 

Ser Ser lie Ala 
30 

Leu Gly Val Leu 
45 

Gin Arg Cys Leu 



- 15- 



Leu 


Gin 


Lys 


Pro 


Ser 


Ser 


Pro 


Ser 


Ser 


Leu 


Pro 


Pro 


Thr 


Ser 


Ala 


Ser 


65 










70 










75 










80 


Pro 


Asn 


Pro 


Pro 


Ser 


Lys 


Gin 


Lys 


Met 


Lys 


Lys 


Lys 


Gin 


Gin 


Gin 


Met 










85 










90 










95 




Asn 


Asp 


Cys 


Gly 


Ser 


Tyr 


Leu 


Gin 


Leu 


Arg 


Ser 


Arg 


Arg 


Leu 


Gin 


Lys 








100 










105 










110 






Lys 


Pro 


Pro 


lie 


Val 


Val 


He 


Arg 


Ser 


Thr 


Lys 


Arg 


Arg 


Lys 


Gin 


Gin 






115 










120 










125 








Arg 


Arg 


Asn 


Glu 


Thr 


Cys 


Gly 


Arg 


Asn 


Pro 


Asn 


Pro 


Arg 


Ser 


Asn 


Leu 




130 










135 










140 










Asp 


Ser 


lie 


Arg 


Gly 


Asp 


Gly 


Ser 


Arg 


Ser 


Asp 


Ser 


Val 


Ser 


Glu 


Ser 


145 










150 










155 










160 


Val 


Val 


Phe 


Gly 


Lys 


Asp 


Lys 


Asp 


Leu 


He 


Ser 


Glu 


He 


Asn 


Lys 


Asp 










165 










170 










175 




Pro 


Thr 


Phe 


Gly 


Gin 


Asn 


Phe 


Phe 


Asp 


Leu 


Glu 


Glu 


Glu 


His 


Thr 


Gin 








180 










185 










190 






Ser 


Phe 


Asn 


Arg 


Thr 


Thr 


Arg 


Glu 


Ser 


Thr 


Pro 


Cys 


Ser 


Leu 


He 


Arg 






195 










200 










205 








Arg 


Pro 


Glu 


He 


Met 


Thr 


Thr 


Pro 


Gly 


Ser 


Ser 


Thr 


Lys 


Leu 


Asn 


He 




210 










215 










220 










Cys 


Val 


Ser 


Glu 


Ser 


Asn 


Gin 


Arg 


Glu 


Asp 


Ser 


Leu 


Ser 


Arg 


Ser 


His 


225 










230 










235 










240 


Arg 


Arg 


Arg 


Pro 


Thr 


Thr 


Pro 


Glu 


Met 


Asp 


Glu 


Phe 


Phe 


Ser 


Gly Ala 










245 










250 










255 




Glu 


Glu 


Glu 


Gin 


Gin 


Lys 


Gin 


Phe 


He 


Glu 


Lys 


Tyr 


Val 


Phe 


Pro 


Arg 








260 










265 










270 






Phe 


lie 


Cys 


Ser 


Val 


Leu 


Leu 


Val 


Met 


Ser 


Phe 


Gin 


Phe 


Val 


Leu 


Phe 






275 










280 










285 








Phe 


Ser 


Phe 


Gly 


Leu 


Val 


Ser 


Leu 


Met 


Val 


Ser 


Val 


Asn 


Ser 


Phe 


Phe 




290 










295 










300 










Arg 


Tyr 


Asn 


Phe 


Asp 


Pro 


Val 


Asn 


Glu 


Gin 


Pro 


Leu 


Pro 


Gly Arg 


Phe 


305 










310 










315 










320 


Glu 


Trp 


Thr 


Lys 


Val 


Asp 


Asp 





















325 



<210> 41 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe or 
Primer 

<400> 41 

agaccatggc ggcggttagg ag 22 



<210> 42 

<211> 12 

<212> PRT 

<213> Tag -100 epitope 



<400> 42 

Glu Glu Thr Ala Arg Phe Gin Pro Gly Tyr Arg Ser 
15 10 



- 16 



<210> 43 
<211> 10 
<212> PRT 

<213> c-myc epitope 
<400> 43 

Glu Gin Lys Leu lie Ser Glu Glu Asp Leu 
15 10 



<210> 44 

<211> 7 

<212> PRT 

<213> FLAG-epitope 



<400> 44 

Asp Tyr Lys Asp Asp Asp Lys 
1 5 



<210> 45 

<211> 9 

<212> PRT 

<213> HA-epitope 

<400> 45 

Tyr Pro Tyr Asp Val Pro Asp Tyr Ala 
1 5 



<210> .46 

<211> 12 

<212> PRT 

<213> protein C epitope 



<400> 46 

Glu Asp Gin Val Asp Pro Arg Leu lie Asp Gly Lys 
15 10 



<210> 47 

<211> 11 

<212> PRT 

<213> VSV epitope 



<400> 47 

Tyr Thr Asp lie Glu Met Asn Arg Leu Gly Lys 
15 10 



<210> 48 

<211> 9 

<212> DNA 

<213> Escherichia coli 



<400> 48 

agg aga aga 12 

Arg Arg Arg 

1 



